Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.002 Å; R factor = 0.025; wR factor = 0.068; data-to-parameter ratio = 14.0.
In the title compound, [Mg(C 3 H 3 N 2 ) 4 (H 2 O) 2 ]Cl 2 , the Mg II cation lies on a crystallographic inversion centre and is coordinated by two water molecules and four N-atom donors from monodentate imidazole ligands, giving a slightly distorted octahedral stereochemistry. In the crystal, water O-HÁ Á ÁCl and imidazole N-HÁ Á ÁCl hydrogen bonds give rise to a three-dimensional structure.
Related literature
For a similar structure, see: Reiss et al. (2011) .
Experimental
Crystal data [Mg(C 3 Table 1 Selected bond lengths (Å ).
Mg1-N1 2.2281 (10) Mg1-N3 2.1611 (10)
Mg1-O1 2.0923 (9) Table 2 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2004 ); cell refinement: APEX2 and SAINT (Bruker, 2004) ; data reduction: SAINT and XPREP (Bruker, 2004 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) ; software used to prepare material for publication: PLATON (Spek, 2009 (Fig. 1) , giving a slightly distorted octahedral geometry (Table 1 ). In the crystal, O-H···Cl and N-H···Cl hydrogen bonds between both the aqua ligands and the imidazole ligands and the chloride counter-anions (Table 2 ) generate a three-dimensional structure ( Fig. 2 ). These water-chloride hydrogen-bonding interactions are in the typical range as observed in the redetermined structure of diaquatetrakis(dimethylformamide-κO)magnesium dichloride (Reiss et al., 2011) .
A solution of MgCl 2 (0.2 mmol) in water (6 ml) was added dropwise to a solution of imidazole (0.8 mmol) in ethanol.
After stirring for 30 min, the mixture was filtered. Crystals suitable for X-ray analysis were obtained by evaporating the filtrate at room temperature (yield 56%).
Refinement
Carbon-bound H atoms were placed at calculated positions and treated as riding on the parent atom, with, C-H = 0.93 Å and with U iso (H) = 1.2U eq (C). The O-bound and N-bound H atoms were located in a difference Fourier map and refined freely.
Computing details
Data collection: APEX2 (Bruker, 2004 ); cell refinement: APEX2 and SAINT (Bruker, 2004) ; data reduction: SAINT and XPREP (Bruker, 2004 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) ; software used to prepare material for publication: PLATON (Spek, 2009 
